INTRODUCTION
Traditional Chinese medicine, characterized by a holistic approach, has attracted increasing attention worldwide because of its satisfactory clinical efficacy (Fung and Linn, 2015; Zhang et al., 2015; Chao et al., 2017) . Chinese herbal medicine, as the mainstay and principal form of traditional Chinese medicine practice, is composed of multiple herbal ingredients and hundreds of chemical compounds (Zhou et al., 2019) . Hence, it is difficult to fully understand their effective ingredients and the mechanism of action which depends on the overall interactions among all the ingredients.
Qiliqiangxin capsule (QLQX), comprising 11 crude herbs, has been clinically used for treating chronic heart failure (CHF) in China, providing an effective alternative for treatments of CHF Tang and Huang, 2013; Sun J. et al., 2016) . Chemically, flavonoids, saponins, cardiac glycosides, diterpene quinones, phenolic acids, diterpene alkaloids, and triterpenoids have been identified as the main constituents of QLQX (Yun et al., 2018) . Recent pharmacological studies showed that QLQX performs various activities, including attenuating atrial structural remodeling (Tingting et al., 2019) , improving endothelial cell function , and protecting cardiac myocytes and mitochondrial function . However, the active compounds, potential targets, and pathways involved in these effects have not been systematically investigated.
Recently, integrated strategies based on bioinformatics, system biology, and high-throughput analytical techniques have emerged as a holistic and efficient tool to solve this issue (Ning et al., 2018; Xing et al., 2018; Huang et al., 2019) . Network pharmacology gives us helpful tools to screen potential bioactive ingredients and understand the molecular mechanisms underlying the therapeutic effects by constructing component-target and target-disease networks Yuan et al., 2017) . In recent years, the network pharmacology-based method has been used to analyze the system-level mechanisms of mono-and poly-pharmacology, manifesting "multicompound, multitarget" characteristics (Engin et al., 2014; Park et al., 2018) . However, there exist limitations in the insufficient accumulation and poor quality of traditional Chinese medicine-related data, and the nonreproducible nature of the existing data (Zhang R. et al., 2019) . The information on the active constituents of Chinese herbal medicine is critical for accurate assessments of the network. Thus, the greater the reliability and correlation of the information on the active constituents, the more convincing will be the results of network research. It has also been accepted that the components absorbed into the blood that attain a certain blood concentration can produce pharmacodynamics effects and are considered pharmacologically active substances Mi et al., 2019) . Therefore, pharmacokinetics study provides powerful evidence for determining the main active compounds absorbed into the blood and deciphering their process in vivo.
In the current study, a comprehensive method focusing on the main active compounds was used to illustrate the molecular mechanisms of QLQX by adopting pharmacokinetics study, network pharmacological analysis, and experimental validation. The flowchart is illustrated in Figure 1 . Briefly, (1) a pharmacokinetics study was employed to determine the main active components of QLQX; (2) a component-target (C-T) network was established to visualize the synergistic interactions between the targets of the main active components and CHF; (3) topological parameters of the C-T network, clustering, and pathway enrichment analysis of major hubs of QLQX against CHF were used to pinpoint the hub targets and pathways; (4) the hub targets determined by topological parameters and clustering analysis were used to construct the protein-protein interaction (PPI) network; (5) some hub targets in the PPI network were experimentally validated in the human cardiac microvascular endothelial cell (HCMEC).
MATERIALS AND METHODS

Reagents and Materials
The powder of QLQX was provided by Yiling Pharmaceutical Co. Ltd. (Shijiazhuang, China). Astragaloside, calycosin-7-glucoside, sinapine bisulfate, ginsenoside Rb 1 , Rb 2 , Rg 1 , Rg 3 , Rd, Re, Rf, and F 2 , salvianolic acid A, salvianolic acid B, danshensu, rosmarinic acid, protocatechuic acid, hydroxysafflor yellow A, formononetin, hesperidin, rutin, quercetin, mesaconitine, hypaconitine, benzoylaconine, benzoylmesaconine, and benzoylhypaconine were obtained from the National Institutes for Food and Drug Control (Beijing, China), and ginsenoside Rc, lithospermic acid, and aconitine were obtained from Shanghai Yuanye Biotechnology Co. Ltd. (Shanghai, China). High-performance liquid chromatography (HPLC)-grade methanol, acetonitrile, and ammonium acetate were obtained from Fisher Scientific International Inc. (Fair Lawn, NJ), and formic acid was obtained from CNW Technologies GmbH (Duesseldorf, Germany). HCMEC and complete growth medium [containing 90% high Dulbecco's modified Eagle medium (H-DMEM), 10% fetal bovine serum (FBS), and penicillin/ streptomycin] were purchased from BeNa Culture Collection (Beijing, China). Methylthiazolyldiphenyl-tetrazolium bromide (MTT) and bicinchoninic acid assay (BCA) protein assay kit were obtained from Beyotime (Shanghai, China). Rabbit antihuman monoclonal antibodies (JAK2, STAT3, VEGFA, and mouse antihuman monoclonal antibodies (IL-6) were provided by Beyotime (Shanghai, China). Rabbit antihuman monoclonal antibodies (ADRB1, ADRB2) were provided by Guidechem (Hangzhou, China).
HPLC-MS/MS Method for Pharmacokinetics Study
High-performance liquid chromatography-tandem mass spectrometry (HPLC-MS/MS) analysis (Shimadzu Co., Japan) was performed to assess the pharmacokinetic properties of 29 components in QLQX according to the method described in our previous study . Briefly, chromatographic separation was achieved on an Agilent ZOBRAX XDB-C 18 column (4.6 mm × 50 mm, 3.5 µm) maintained at 40°C. The mobile phase consisted of water (A) and methanol (B) both containing 0.1% (v/v) formic acid for astragaloside, calycosin-7-glucoside, sinapine bisulfate, and ginsenoside Rb 1 , Rb 2 , Rg 1 , Rg 3 , Rc, Rd, Re, Rf, and F 2 detection with a gradient elution. The mobile phase consisted of water (A) and acetonitrile (B) both containing 0.1% (v/v) formic acid for salvianolic acid A, salvianolic acid B, danshensu, lithospermic acid, rosmarinic acid, protocatechuic acid, hydroxysafflor yellow A, formononetin, hesperidin, rutin, and quercetin detection with a gradient elution. The mobile phase consisted of water containing 5 mM ammonium acetate (A) and methanol containing 0.1% formic acid (B) for aconitine, mesaconitine, hypaconitine, benzoylaconine, benzoylmesaconine, and benzoylhypaconine detection with a gradient elution. The flowrate was set at 0.45 ml/min, and the injection volume was 10 µl. The quantitative analysis was performed with multiple reaction monitoring in positive and negative ion modes.
Plasma Sample Preparation
The powder of QLQX was diluted with 0.5% sodium carboxymethyl cellulose yielding a concentration of 0.13 g/ ml suspension. Sprague-Dawley rats were intragastrically administered with QLQX suspension at 1.3 g/kg, and the blood samples were collected into a heparinized centrifuge tube at 5, 10, 20, 40, 60, 90, 120, 180, 240, 360, 480, 720 , and 1,440 min after dosing via the postorbital venous plexus. Then, the whole blood was centrifuged at 12,000 rpm for 10 min, the supernatant was obtained, and stored at −80°C until analysis. The preparation of blood samples was conducted according to our previous research . This study was carried out in accordance with the principles of the Basel Declaration and recommendations of guidelines of the National Institutes of Health. The protocol was approved by the Ethics Committee of Tianjin University of Traditional Chinese Medicine (Tianjin, China).
Targets Fishing
The targets of active components in QLQX determined by pharmacokinetics analysis were obtained from three databases: DrugBank, 1 Swiss Target Prediction, 2 and Similarity Ensemble Approach (SEA). 3 Known therapeutic targets of CHF were collected from the DrugBank database 1 and DisGeNet database 4 . The keywords "chronic heart failure" and "congestive heart failure" were used, and the targets were human genes/proteins enrolled in this study. September 2019 | Volume 10 | Article 1046 Frontiers in Pharmacology | www.frontiersin.org
Network Construction and Topological Analysis
The C-T network was constructed using Cytoscape (Version 3.2.1) (Smoot et al., 2011) . Four topological features (degree, betweenness centrality, average shortest path length, and closeness centrality) were analyzed using Network Analyzer (Assenov et al., 2008) . The major hub network comprising putative major components and major targets was extracted by defining nodes with degrees higher than the average number of neighbors.
Clustering Analysis
MCODE (Version 1.4.2) (Bader and Hogue, 2003) was employed to identify the major hubs of QLQX against CHF. MCODE analyzes the network based on the given parameter, and it assigns the weight to the vertex in local neighborhoods from the dense regions using vertex weighting, cluster prediction, and optimal postprocessing. Finally, we defined the hub targets by considering the results of the topological analysis and clustering analysis. To obtain the proteins interacting with the hub targets, the STRING 5 database was used, and the association score ≥0.9 was considered the highest confidence.
Pathway Enrichment Analysis
ClueGO (Version 2.3.2) (Rubinov and Sporns, 2010) was utilized to analyze the representative biological processes and pathways associated with QLQX against CHF. All targets obtained from the C-T network were imported. GO biological process, Reactome pathway, and Wiki pathway were selected from the ClueGO setting panel, and a two-sided hypergeometric test with p ≤ 0.01 significance level for biological process analysis and a p ≤ 0.05 significance level for pathway analysis was used.
Cell Culture and Treatments
HCMECs were maintained in complete growth medium (90% H-DMEM, 10% FBS, and penicillin/streptomycin). All cells were cultured at 37°C in a humidified atmosphere containing 5% CO 2 . After three or four passages, the HCMECs were digested with 0.25% trypsin and adjusted to a density of 5 × 10 4 cells/ml and 1 × 10 5 cells/ml for cell viability assay and Western blot analysis, respectively. The powder of QLQX was accurately weighed and dissolved in complete growth medium to various concentrations (0.15 and 0.3 mg/ml). The cells used for cell viability assay were seeded on 96-well plates in 100 µl of complete growth medium (0.15 or 0.3 mg/ml QLQX were added) for 24, 48, or 72 h and were then treated with 10 mM Hcy for another 24 h. The cells used for Western blot analysis were divided into the following groups: control, model, positive-captopril (CA), QLQX-low (-L), and QLQX-high (-H). Cells in the control group were cultured without any treatments. In the model group, the HCMECs (1 × 10 5 /ml) were cultured in 3 ml complete growth medium (10 mM Hcy was added) for 24 h. In the CA, -L, and -H groups, cells were pretreated with 0.075 mg/ml captopril, 0.15 mg/ml QLQX, and 0.3 mg/ml QLQX for 48 h, respectively, and then cultured in complete growth medium (10 mM Hcy was added) for a further 24 h. 5 https://string-db.org/
Cell Viability Assay
Cell viability of the HCMECs was evaluated using the MTT assay. Cells were seeded on 96-well plates with a density of 5 × 10 4 cells/ ml in 100 µl of complete growth medium (0.15 or 0.3 mg/ml QLQX were added) for 24, 48, or 72 h and were then treated with 10 mM Hcy for 24 h. Following treatment, 10 μl of MTT (5 mg/ml) was added to each well. After 4 h, the culture medium was removed, and 100 μl of dimethyl sulfoxide (Beyotime, Shanghai, China) was added. The absorbance was measured at 570 nm using a microplate reader (Infinite M200 Pro, Tecan, Switzerland), and the cell viability was expressed as a percentage of the value of the untreated group.
Western Blot Analysis
HCMECs (1 × 10 5 cells/ml) were seeded on 60 × 20-mm dishes in 3 ml of complete growth medium for 24 h. After treatment, the HCMECs were scraped off and washed twice with cold phosphate-buffered saline. The cells were solubilized by radioimmunoprecipitation assay lysis buffer (Beyotime, China) containing 1% phenylmethylsulphonyl fluoride (Beyotime, China) and 1% phosphatase inhibitor for 20 min on ice. Whole-cell lysates were clarified by centrifuging at 12,000 rpm for 10 min at 4°C, and the supernatants were collected. Protein concentrations were determined by the BCA protein assay. The protein samples were mixed with sodium dodecyl sulfate polyacrylamide gel electrophoresis sample loading buffer (Beyotime, China) and boiled at 100°C for 5 min. Equal concentrations of protein (2 mg/ml) were separated by electrophoresis on 10% sodium dodecyl sulphate polyacrylamide gels and were transferred onto polyvinylidene difluoride membranes. These membranes were soaked in 5% skimmed milk, and dissolved with TBST buffer (Tris Buffer Saline supplemented with 0.1% Tween-20) 5 times (15 min each time) to block nonspecific binding sites. The membranes were then incubated overnight at 4°C with the primary antibodies (VEGFA, STAT3, JAK2, ADRB1, and ADRB2) . After washing with TBST, the membranes were incubated for 2 h at room temperature with horseradish peroxidase-labeled secondary antibodies. After rewashing with TBST, the membranes were scanned using a fluorescent scanner (Odyssey CLX, Gene Company Limited, USA). Band intensity was analyzed using ImageJ software (National Institutes of Health, Bethesda, MD, USA).
Statistical Analysis
Data were presented as mean ± SD and analyzed using GraphPad Prism 6 (GraphPad Software, Inc., La Jolla, CA, USA). One-way analysis of variance (ANOVA) was used, and p-value < 0.05 was considered statistically significant.
RESULTS
Pharmacokinetics Study of 29 Components in QLQX by HPLC-MS/MS
Pharmacokinetic properties of 29 components in QLQX (astragaloside, calycosin-7-glucoside, sinapine bisulfate, ginsenoside Rb 1 , Rb 2 , Rg 1 , Rg 3 , Rc, Rd, Re, Rf, F 2 , salvianolic acid A, salvianolic acid B, danshensu, lithospermic acid, rosmarinic acid, protocatechuic acid, hydroxysafflor yellow A, formononetin, hesperidin, rutin, quercetin, aconitine, mesaconitine, hypaconitine, benzoylaconine, benzoylmesaconine, and benzoylhypaconine) were studied using the HPLC-MS/MS method according to the method in our previous study . The pharmacokinetic properties of 29 components are shown in Table 1 , and the mean concentration-time curves are shown in Figure 2 . These 29 components of QLQX detected in the blood of the rats and with appropriate pharmacokinetic properties were determined to be the main active components and used to construct the C-T network.
Compound-Target Network Construction
Totally, 1,288 targets were found for the 29 components using Drugbank, Swiss Target Prediction, and SEA databases. The detailed target information for the 29 components in QLQX is shown in Supplementary Table S1. A total of 812 candidate targets of CHF were obtained from DisGeNet and Drugbank databases after removing redundant entries (Supplementary Table S2 ). Taking the intersection of the 1,288 putative targets of the 29 components in QLQX and the 812 candidate targets associated with CHF, a total of 120 consensus targets were collected as potential therapeutic targets of QLQX against CHF and used to establish the C-T network. As a result, a C-T network comprising 29 components and 120 consensus targets was constructed using Cytoscape. As shown in Figure 3A , the network comprised 149 nodes (29 components and 120 targets) and 446 edges.
Network Topological Analysis
Network analyzer was used to calculate four topological features (degree, betweenness centrality, average shortest path length, and closeness centrality) of the nodes of the C-T network. Nodes with degrees higher than the average number of neighbors (5.830) were identified and extracted as the major hub networks ( Figure 3B ). Among these, 32 major targets with higher degree, closeness centrality, betweenness centrality, and lower average shortest path length were recognized as the major putative targets, and the results are shown in Table 2 . Twenty-eight components were identified as the main active components (Table 3) , and quercetin had the highest degree and betweenness centrality of 46 and 0.35, respectively, thereby indicating that quercetin has the most important position in the network.
Clustering Analysis
MCODE was used to identify the major hubs of QLQX against CHF, which generated a well-organized cluster containing 17 nodes (SLC22A8, SLCO1B3, QLQX-9, QLQX-11, QLQX-5, QLQX-8, CYP1A1, QLQX-12, QLQX-6, ATP1A1, VEGFA, 
CYP2B6, STAT3, SLCO1A2, QLQX-10, QLQX-4, and STAT4).
Taking the intersection of the topological analysis and clustering analysis results, a total of nine consensus targets were collected to be hub targets of QLQX against CHF, namely, SLC22A8, SLCO1B3, CYP1A1, ATP1A1, VEGFA, CYP2B6, STAT3, SLCO1A2, and STAT4. Then, the nine consensus targets were used as hub targets and submitted to STRING to generate the proteins interacting with these hub targets. The STRING database provides both experimental and predicted interaction information and provides a probabilistic association confidence score by calculation. As shown in Table 4 , six target genes, namely, VEGFA, CYP1A1, CYP2B6, ATP1A1, STAT3, and STAT4, and 10 predicted functional genes, namely, KDR, FLT1, NRP2, JAK2, EGFR, IL-6, AHR, ATP1B1, JAK1, and HIF1A, having the highest confidence with an association score ≥0.9 were imported into Cytoscape 3.2.1 ( Figure 3C) . The network analysis tool was used to analyze the PPI network and targets with a higher degree played an important role in central correlation. The results are shown in Table 5 .
Pathway Enrichment Analysis
To analyze the representative biological processes and pathways associated with the 120 targets of the C-T network, GO biological, Reactome, and Wiki pathway analysis were used to explore the potential biological processes and pathways affected by QLQX through analysis of the 120 targets. The biological processes were ranked by their nominal P values with a cutoff at 0.01, and 120 targets were enriched to 26 biological processes; the top 10 are shown in Supplementary Table S3 and Figure 4A . The pathways were ranked by their nominal p values with a cutoff at 0.05, and the top 10 pathways included interleukin-4 and 13 signaling, phase I functionalization of compounds, drug induction of bile acid pathway, xenobiotics, tamoxifen metabolism, reversible hydration of carbon dioxide, electron transport chain, adrenoceptors, adenosine P1 receptors, and angiotensin-converting enzyme inhibitor pathway ( Figure 4B) . The functional targets involved in each pathway are illustrated in Supplementary Table S4 . The C-T pathway/biological process network (C-T-P) was constructed using Cytoscape ( Figure 5 ) based on the interactions among the 29 components, 120 consensus targets, and top 10 biological processes and pathways.
Experimental Validation of Key Targets and Pathway
MTT assays showed that 0.15 (-L) and 0.3 mg/ml (-H) QLQX dramatically inhibited Hcy-induced injury in the HCMEC at 48 and 72 h in a time-dependent manner (Figure 6) . To determine the mechanisms of QLQX in the treatment of CHF, some of the key proteins with a higher degree in the PPI network were experimentally validated in the HCMEC. Besides, considering that ADRB1 and ADRB2 play an essential role in heart failure (Doughty and Sharpe, 1997; Spadari et al., 2018) , ADRB1 and ADRB2 were used as a control to validate the effect of QLQX. As shown in Figure 6 , QLQX significantly increased the ratio between ADRB1 and ADRB2. Meanwhile, QLQX significantly increased the expression level of VEGFA and inhibited the expression levels of p-STAT3, p-JAK2, and IL-6 in a dosedependent manner.
DISCUSSION
As a multicomponent drug, QLQX has been used for several years to treat CHF in China and has been demonstrated as effective in lowering the NT-proBNP level in CHF patients . However, its "multicompound, multitarget" characteristics make it difficult to decipher the active ingredients and mechanisms of QLQX in the treatment against CHF.
Integrated strategies based on network pharmacology provide a useful approach to investigate the active components and molecular mechanisms. For instance, Gao et al. (2018) proposed a "main active compound-based network pharmacology" based on quantitative analysis of components to explore the anticancer mechanism of CKI. They selected herbs used in the clinical therapy of hepatoma to ascertain molecular targets and antitumor mechanisms, emphasizing the combination of clinical study and network pharmacology. However, in previous studies, all herbal ingredients were collected from herb databases and filtered according to absorption, distribution, metabolism, and excretion properties or drug-likeness value, which may be inconsistent with the ingredients present in the blood (Gao et al., 2016) . Here, we proposed an integrated strategy via pharmacokinetics study, network analysis, and experimental validation to achieve an accurate and systematic exploration of the mechanisms of QLQX against CHF.
In this study, the 29 components of QLQX showing proper pharmacokinetics behavior in rats were determined to be the active ingredients of QLQX. These compounds were mainly categorized as triterpenoid saponins, phenolic acids, flavonoids, and alkaloids. Particularly, astragaloside, ginsenoside Rb 1 , Rb 2 , Rg 1 , Rg 3 , Rc, Rd, Re, Rf, and ginsenoside F 2 , as triterpenoid saponins, are known for their anti-inflammatory property during the period of ventricular remodeling Qi et al., 2017) ; salvianolic acid A, salvianolic acid B, danshensu, lithospermic acid, rosmarinic acid, and protocatechuic acid, as phenolic acids, exert cardioprotection through promoting angiogenesis in animal models (Yu et al., 2017) ; calycosin-7-glucoside, hydroxysafflor yellow A, formononetin, hesperidin, rutin, and quercetin, as flavonoids, can reduce cardiomyocytes damage and apoptosis and improve cardiac function by decreasing oxidative stress (Mattera et al., 2017) ; and aconitine, mesaconitine, hypaconitine, benzoylaconine, benzoylmesaconine, benzoylhypaconine, and sinapine bisulfate, as alkaloids, can improve left ventricular systolic and diastolic function (Liu et al., 2012) . Moreover, the hub targets of these active ingredients were determined via combining network topological parameters with clustering and PPI network analysis. In total, 6 targets, namely, VEGFA, CYP1A1, CYP2B6, ATP1A1, STAT3, and STAT4, and 10 predicted functional targets, namely, KDR, FLT1, NRP2, JAK2, EGFR, AHR, ATP1B1, JAK1 , and HIF1A were collected as hub targets of QLQX against CHF.
As the leading cause of cardiovascular mortality, CHF is associated with many pathogenic factors, such as increased hemodynamic overload, ventricular remodeling, neurohormonal activation, and energy metabolism disorder (Gedela et al., 2015; Tanai and Frantz, 2015) . In recent years, increasing evidence has shown that cardiac microvascular and microcirculation functions are closely related, in that, proper cardiac function requires myocardial oxygen balance. Furthermore, the perturbations in microcirculation caused by the interplay of neurohumoral, metabolic, and endothelium-derived factors lead to cardiac microvascular dysfunction and further result in cardiac insufficiency or heart failure (Den Uil et al., 2008; Heinonen et al., 2015) .
It is thought that the presence of endothelial dysfunction, which induced by impairment of endothelium-dependent relaxation of blood vessels, might contributed to the pathogenesis of heart failure (Kishimoto et al., 2017) . Previous study have suggested that Hcy could initiate mitochondrial dysfunction, which contributes to the cell apoptosis and chronic inflammation, thereby resulting in endothelial dysfunction (Han et al., 2015; Zhang et al., 2017) . In this manuscript, the Hcy-induced HCMECs injury was used as the model to explore the role of QLQX in endothelial dysfunction of damaged microvascular endothelial cell. It has been shown that, captopril, as a positive control drug to treat HCMEC in our study, improves endothelium-dependent vasodilatation in patients with CHF (Drexler et al., 1995) . Meanwhile, captopril can increase vascular endothelial growth factor (VEGFA) expression during the period of pathological angiogenesis and rarefaction and inhibit proinflammatory cytokine expression (IL-1β, IL-6, and IL-8) in cultured human coronary artery endothelial cells (Greene and Amaral, 2002; Haas et al., 2019) . Studies have also reported that captopril exerted a cardioprotective effect on heart failure by inhibiting phosphorylation of JAK2/STAT3 (Zhang Y. et al., 2019) . We have shown that QLQX dramatically inhibited Hcyinduced injury on the HCMEC in a time-dependent manner as observed through MTT assays. Western blotting confirmed that QLQX significantly increased the ratio between ADRB1 and ADRB2, upregulated the expression level of VEGFA, and downregulated the expression levels of p-STAT3, p-JAK2, and IL-6 in Hcy-induced HCMEC. Evidence has shown that a reduction in the ADRB1/ADRB2 ratio has been observed in heart failure, and the use of adrenoceptor beta blockers is a cornerstone of current heart failure therapy (Baker, 2014; Woo et al., 2015) . Consistent with prior study, we validated the effect of QLQX on the expression of adrenoceptor beta, which showed the prediction power in network pharmacological analysis of our study. On this basis, CHF is defined by cardiac dysfunction associated with ventricular remodeling, and, more recently, an imbalance between angiogenesis and cardiac hypertrophy has increasingly been acknowledged as an additional contributing mechanism (Taimeh et al., 2013) . Accordingly, the therapeutic effect of myocardial angiogenesis is emerging as a promising approach for the prevention and treatment of CHF (Vila et al., 2008; Oka et al., 2014) . VEGFA, a cornerstone cytokine of angiogenesis, participates in the process of vascular remodeling and myocardial angiogenesis in CHF through maintenance and repair of luminal endothelium (Morine et al., 2016) . Besides, increased expression of VEGFA levels has been associated with the process of angiogenesis, and it may be adopted as an indicator of revascularization (Kucukardali et al., 2008; Wang et al., 2017; Yan et al., 2019) .
As shown in the present study, QLQX exerts a protective effect against IL-6 secretion induced by Hcy in the HCMEC, which may be associated with negative regulation of the Janus kinase signal transducer and signal transduction activator of transcription (JAK-STAT) signaling. Recent evidence has revealed that inflammation is a critical pathological process of CHF (Dick and Epelman, 2016; Ayoub et al., 2017; Cocco , 2017) and high levels of IL-6, a proinflammatory cytokine, have been reported to be an important mediator in chronic inflammatory and cardiovascular disorders (Smart et al., 2006; Bacchiega et al., 2017) . Moreover, IL-6 exerts its action through a specific IL-6R and a soluble IL-6 receptor, whereby the IL-6/IL-6R complex binds to the membrane glycoprotein 130 to induce intracellular signaling pathways (Hirota et al., 2004; Ptaszynska-Kopczynska et al., 2017) . The JAK-STAT pathway is a characteristic signal transduction pathway that plays a crucial role in this process (Mohri et al., 2012) . Specifically, the activated JAK2, a key member of the Janus family of kinases, leads to phosphorylation and activation of a group of transcription factors collectively called STATs. Among them, STAT3 also appears to be involved in a broad range of cytoprotection activities, such as inflammation, angiogenesis, extracellular matrix composition, and apoptosis in the heart (Shen-Orr et al., 2016) . Previous study has implicated astragaloside could improve vascular endothelial dysfunction induced by hyperglycemia by increasing eNOS expression and decreasing the content of IL-6 (Leng et al., 2018) . Evidence provided by Jiang et al. (2015) showed calycosin protected vascular endothelial from LPS-induced endothelial injury through suppression of ROS and VEGFA level. Furthermore, it has been reported that salvianolic acid A inhibited endothelial dysfunction and vascular remodeling in spontaneously hypertensive rats (Teng et al., 2016) . All these mentioned above suggest that some compounds in QLQX exerts a protective effect on vascular endothelial, which in another way could support the results in our study.
Therefore, we focused on the inflammation in the HCMEC, as we were interested in the role of the JAK/STAT signaling in the pathogenesis of QLQX against CHF. Inflammatory processes and angiogenesis may be interrelated during the process of CHF, and the angiogenesis factor promotes angiogenesis mainly through signaling pathways, of which JAK2-STAT3 is one of the important ones (Fujio et al., 2011) . It was reported that inflammation and neovascularization in atheromatous plaques might be mediated by VEGFA (Moulton et al., 2003) , and the antihuman IL-6 receptor monoclonal antibody was shown to improve endothelial function in patients with acute coronary syndromes (Holte et al., 2017) . Thus, QLQX can rectify the injury of microvascular endothelial cells induced by Hcy while significantly decreasing the levels of IL-6, p-JAK2, and p-STAT3, which suggests that QLQX may inhibit inflammatory processes and promote angiogenesis in CHF via the JAK/STAT signaling pathway. (E) Effect of QLQX and captopril treatment on Hcyinduced phosphorylation of STAT3/JAK2 signaling pathway. HCMECs were treated with 0.075 mg/mL, 0.3 mg/mL QLQX for 48 h and exposed to 10 mM Hcy for a further 24 h. The levels of VEGFA, , and p-JAK2 expression were determined by western blot. Data were presented as mean SD of three independent experiments. *p < 0.05 or **p < 0.01 compared with the Hcy-untreated control. # p < 0.05 or ## p < 0.01 compared with the Hcy-treated control.
CONCLUSION
In the current study, an integrated strategy was used to illustrate the active ingredients and molecular mechanisms of QLQX in the treatment of CHF by adopting pharmacokinetics study, network pharmacological analysis, and experimental validation. In total, 29 ingredients determined by pharmacokinetics study, instead of herb databases, were used for network pharmacology analysis. Through experimental validation of the hub targets (VEGFA, , the JAK/STAT signaling pathway was identified as the mechanism of QLQX against inflammatory process in CHF. Additionally, the established C-T-P network remained a characteristic of multilink and multilevel comprehensive effects of QLQX. These results provided an efficient way to understand the pharmacological mechanisms of traditional Chinese medicine prescriptions.
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